QTL analysis for SnTox1 sensitivity, after inclusion of the peak 1B marker 'Excalibur_c21898_1423' as a covariate. SNPs mapping to the 21 wheat chromosomes are indicated in red (A genome), black (B genome) and purple (D genome). The Bonfferoni corrected P = 0.05 significance threshold is indicated (dashed line). Unmapped markers are not shown.
Figure S2
Conversion of SNP BS00093078_51 to the KASP genotyping platform. The assay was validated using a panel of 96 wheat varieties listed in Supplementary Table 3 . Note, the KASP marker assays polymorphism on the opposite strand relative to the marker on the iSelect 90k array. Table S3 Predicted rice genes within the physical region colinear with the wheat Snn1 locus. EP = expressed protein, HP = hypothetical protein, TE = transposable element. Rice genes in bold were identified as possessing wheat orthologues in the Snn1 region, based either on orthology to a wheat SNP, or orthology to a gene on the same wheat GSS contig as the wheat SNP (see Table 1 ). The rice orthologues of the two peak Snn1 marker are underlined. 
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